The identification of the mutations that drive lung cancer have furnished new targets for the treatment of non-small cell lung cancer (NSCLC) and led to the development of targeted therapies such as tyrosine kinase inhibitors that are used to combat the molecular changes promoting cancer progression. Furthermore, biomarkers identified from gene analysis can be used to detect early lung cancer, determine patient prognosis, and monitor response to therapy. In the present study we analyzed the molecular profile of seventy-three Tunisian patients with lung adenocarcinoma (LAD). Mutational analyses for EGFR and KRAS were performed using direct sequencing, immunohistochemistry or MassARRAY. Anaplastic lymphoma kinase (ALK) rearrangement was evaluated by immunohistochemistry using the D5F3 clone, and p53 expression was also assessed. The median age of patients at diagnosis was 61 years (range 23-82 years). Using different methodologies, EGFR mutations were found in 5.47% of patients and only exon 19 deletions "E746-A750 del" were detected. KRAS mutations were present in 9.58% of cases, while only one patient was ALK-positive. Moreover, abnormal immunostaining of p53 was detected in 56.16% of patients. In conclusion, the detected rates of EGFR and KRAS mutation and ALK rearrangement were lower than those found in European and Asian countries, whereas, abnormal p53 expression was slightly more frequent. Furthermore, given the small sample size of this study, a more comprehensive analysis of this patient set is warranted.
Introduction
In the past few years the discovery of driver mutations has led to improvements in targeted therapies for lung adenocarcinoma (LAD) [1] . Epidermal growth factor receptor (EGFR) and anaplastic lymphoma kinase (ALK) alterations are the major actionable genetic alterations that are treatable in LAD [2] . EGFR mutations are present in around 15% of patients in Western countries and in 50% of Asians [3, 4] . These driver mutations are most frequently found in Asian women and in those who
Materials and Methods

Patients and Tissue Samples
Seventy-three formalin-fixed, paraffin-embedded (FFPE) tissue samples (39 lung biopsies and 34 lung resections) from Tunisian patients with LAD at the Department of Pathology in Habib Bourguiba Hospital in Sfax, Tunisia were analyzed. Hematoxylin-and eosin-stained slides were prepared for each sample and reviewed by 2 experienced pathologists to identify the areas of highest tumor density (i.e., with at least 80% tumor content). Histologic classification was made according to the 2015 WHO criteria [29] . Patients with mixed histology and a coexisting non-pulmonary malignancy were excluded. Clinical and pathological data were obtained from medical records and centrally reviewed for the purposes of the study (Table 1 ). The overall case series was analyzed using different methodologies (Figure 1 ). 
Molecular Analysis
DNA Extraction
Macrodissection was performed using the tip of a blade to scrape off the selected tumor areas on 5-µm unstained slides based on the tumor area selected in hematoxylin-and eosin-stained slides. Cells were lysed in 50 mM of KCl, 10 mM of Tris-HCl pH 8.0, 2.5 mM of MgCl2 and Tween-20 0.45% supplemented by proteinase K at a concentration of 1.25 mg/mL, overnight at 56 °C. Proteinase K Macrodissection was performed using the tip of a blade to scrape off the selected tumor areas on 5-µm unstained slides based on the tumor area selected in hematoxylin-and eosin-stained slides. Cells were lysed in 50 mM of KCl, 10 mM of Tris-HCl pH 8.0, 2.5 mM of MgCl 2 and Tween-20 0.45% supplemented by proteinase K at a concentration of 1.25 mg/mL, overnight at 56 • C. Proteinase K was inactivated at 95 • C for 10 min, after which samples were centrifuged twice to eliminate debris. DNA was purified using QIAamp DNA micro kit (Qiagen, Hilden, Germany) following the cleanup of genomic DNA protocol. After assessing the quantity and quality of the DNA by Nanodrop-2000 (Thermo Fisher Scientific, Monza, Italy), it was stored at −20 • C for further testing.
Mutation Analysis
Exon 2 of KRAS and exons 18-21 of EGFR were amplified in 53 of the 73 cases by polymerase chain reaction (PCR) assay using the primers indicated in Table 2 . PCR product was purified using exonuclease and then submitted to sequencing using an ABI PRISM 3100-Avant automated DNA sequencer with the BigDye Terminator Cycle Sequencing reaction kit v1.1. (catalog number 4337450, Thermo Fisher Scientific, Monza, Italy). Each exon was sequenced on both strands, amplified, and then sequenced again on both strands to eliminate the risk of PCR artifacts. KRAS and EGFR, together with BRAF, NRAS, PIK3CA, ALK, ERBB2, DDR2, RET, and MAP2K1 gene mutations were also analyzed by MassARRAY platform (Sequenom, San Diego, CA, USA) using Myriapod Lung Status CE-IVD kit (Diatech Pharmacogenetics, Jesi, Italy) according to the manufacturer's instructions. The MassARRAY (Sequenom) testing was carried out on 20 cases, and the selection of the methodology to be used was done on the basis of the amount of tumor tissue available.
Immunohistochemistry
EGFR Mutation-Specific Immunohistochemistry
Immunohistochemical staining was performed on 24 cases. We used EGFR E746-A750del (catalog number 2085, Cell Signaling Technologies (CST), Danvers, MA, USA) and EGFR L858R (catalog number 3197, Cell Signaling Technologies (CST)) as primary antibodies that were manually applied to the slides. The technique was carried out on a Benchmark ® GX (Ventana Medical Systems, Tucson, AZ, USA) automated stainer. Immunoreactivity was revealed with UltraView Universal DAB detection kit (Ventana Medical Systems) and slides were counterstained with hematoxylin. Positive and negative controls were used. Each slide was examined and scored independently by two pathologists (Table 3 ) [30] . A specimen was considered positive in the presence of nuclear and/or cytoplasmic immunostaining for EGFR in tumor cells. Any discordance was resolved by consensus after a joint review using a multihead microscope.
ALK Expression Analysis
Immunohistochemistry was performed on all cases with a monoclonal rabbit ALK antibody (D5F3, Ventana Medical Systems) using an OptiView DAB IHC Detection Kit and an OptiView Amplification Kit. The technique was fully automated on Benchmark GX according to the manufacturer's recommendations. A sample was classified as positive if strong granular cytoplasmic staining was present in any percentage of tumor cells and negative if the tumor did not show immunoreactivity or if there was only weak or moderate cytoplasmic staining. 
Very Strong 4
Proportion of positive tumor cells 0% to 100%
Immunostaining score = positive cell proportion score multiplied by staining intensity score
Degree of immunostaining Negative or low High
p53 Expression Analysis
Immunohistochemical staining was performed using p53 monoclonal antibodies (Clone: DO-7, code: M7001, dilution, 1/50, Dako). Positive and negative controls were used to validate the reactions. p53 immunostaining was assessed semiquantitatively on the basis of staining intensity, and proportion of positive tumor cells (Table 4) .
Compliance with Ethical Standards and Informed Consent
The study was conducted in accordance with the Declaration of Helsinki and was approved by the Ethics Committee of Sfax University, Tunisia, (CPP SUD N • 34/2016, 10/2016). The need for informed consent was waived because of the retrospective nature of the study.
Results
Patient Characteristics
Of the 73 patients with LAD enrolled in the present study, 12 (16.43%) were females and 61 (83.56%) were males. The median age was 61 years (range 23-82 years). The FFPE samples were adequate for final diagnosis and molecular analysis in all cases. The TNM classification was available for 53 patients, 33 (62.26%) classified with stage III or IV disease and 20 (37.73%) with stage I or II, and 36.53% (19/52) of patients had metastases. Smoking status was known for 59 patients of whom 45 patients were smokers (76.27%) and 14 non-smokers. Full patient characteristics are shown in Table 1 .
EGFR and KRAS Analysis
For the EGFR and KRAS analysis, 53 patients were studied by PCR followed by Sanger sequencing and the remaining 20 were evaluated by MassARRAY (Sequenom) (Figure 1 ). The EGFR E746-A750 del and EGFR L858R expression was assessed by IHC in 24 patients (Figure 1) . Of the 24 patients analyzed by IHC (Table 3) , only one (4.16%) harbored an EGFR mutation (E746-A750 del) ( Table 5 ). Abnormal immunolabeling of EGFR was detected in a 70-year old non-smoker male with acinar histological subtype ( Figure 2 and Table 3 ). Cells showing membranous/cytoplasmic staining alone or in association were considered positive and thus scored. None of the patients analyzed by EGFR mutation-specific IHC harbored an L858R mutation. EGFR mutations were also detected by MassARRAY in three (15%) other patients (two males, one smoker and one non-smoker, and one non-smoker female) ( Figure 3 , Table 5 ). Four (5.47%) of the 73 patients harbored an EGFR mutation and the E746-A750 del of exon 19 (2235-2249 del) was only detected in three (4.1%) non-smokers (one female and two males) and in one (1.36%) male smoker. A comparison between wild-type and mutant EGFR patients with regard to gender revealed that 1.36% of females and 4.1% of males had an EGFR mutation. In terms of smoking status, 4.1% of non-smokers and only 1.36% of smokers showed an EGFR mutation (Tables 5 and 6 ). Conversely, KRAS mutations were detected in seven (9.58%) patients of whom six (8.21%) were male (all smokers) and one (1.36%) was female (non-smoker). Three of the KRAS-mutated patients were identified using the MassARRAY ( Figure 4A ,B) and the remaining four patients were identified using Sanger sequencing ( Figure 5 ). Two of the seven patients showed a G12D mutation, three patients a G13D mutation, one patient a G12A mutation, and one patient a G12V mutation (Tables 5 and 6 ).
ALK and p53 Protein Expression Analysis
Of the 73 patients, only one (77-year-old smoker) showed strong granular, homogenous and diffuse ALK cytoplasmic staining ( Figure 6 and Table 5 ). With regard to p53, only nuclear immunostaining was considered. Tumors showing immunoreactivity of >10% of tumor cell nuclei were considered positive (p53 overexpression). Abnormal p53 immunostaining was detected in 41 (56.16%) cases and 21 (28.76%) showed an overexpression of p53 protein (Figure 7) . Sequencing by the standard method shows a mutant peak consistent with a G13D, G12A, and G12V mutation. Sequencing by the standard method shows a mutant peak consistent with a G13D, G12A, and G12V mutation. Sequencing by the standard method shows a mutant peak consistent with a G13D, G12A, and G12V mutation. Sequencing by the standard method shows a mutant peak consistent with a G13D, G12A, and G12V mutation. 
Discussion
In the present study we performed a preliminary analysis of the molecular profile of Tunisian patients with lung adenocarcinoma, using different technologies. Our results highlighted the importance of different sequencing approaches (MassARRAY and Sanger sequencing) and the usefulness of IHC in helping to select the best therapeutic strategy. Our investigation revealed that the profile of the different mutations was fairly similar to that of European populations, albeit with a lower prevalence.
The most common EGFR mutations associated with NSCLC (E746-A750 del and L858R), which together accounted for 86-90% of the total number of EGFR mutations (45% for E746-A750 del and 40-45% for L858R) [31] [32] [33] , were investigated in 24 patients using IHC (Table 1) . Abnormal immunolabeling of EGFR was detected in only one (4.16%) case, in contrast to the much higher incidence (44%) recently reported by Mraihi et al. in 50 Tunisian patients [34] .In this context, doing a molecular verification by Sanger sequencing, after performing IHC, would be ideal for the positive case. However, the small size of the biopsy did not allow us to make an additional test. We also used MassARRAY (Sequenom) technology to study the molecular profile of 20 cases, detecting EGFR mutations in three (15%) patients, all of whom harbored the E746-A750 del of exon 19. This incidence was similar to that found in European countries [35] . Furthermore, our results were in agreement with data from a recent Tunisian study by Arfaoui et al. on EGFR mutations determined by Therascreen EGFR RGQ PCR kit (Qiagen) [36] where the authors reported an incidence of 11.5% (3/26 cases) in LAD patients. Conversely, we did not detect any EGFR mutations using Sanger sequencing, which could be attributed to the low sensitivity and need for high-quality tumor samples of this technology [37] . Our results prove that the variability in frequency was primarily related to the sensitivity of the method used to analyze the markers. In general, mutation averages vary from study to study and from country to country, and this variability is probably related to patient selection criteria (clinical and pathological) and to the methods used for mutational analysis. We also observed that EGFR mutations were more frequent in males and non-smokers than in females and smokers (Tables 5 and 6 ). However, it has been seen that higher EGFR mutation frequencies were observed in female non-smokers of Asian origin [38, 39] , reaching more than 60% in this population.
Using both Sanger sequencing and Sequenom technology in the second part of our investigation, we observed a similar incidence of KRAS mutations in LAD patients with respect to that previously observed in an Asian population [40] . The frequency was lower than that seen in Caucasian populations (around 30%) [41, 42] , which may have been due to the smoking habits of the group studied. A recent Chinese study on smokers with LAD reported a 14.0% incidence of KRAS mutations, while that of LAD non-smokers was 3.4% [43] . In our study, KRAS mutations were observed more frequently in male smokers than in female non-smokers (Tables 5 and 6 ). With regard to ALK expression, we detected positivity in only one (1.36%) of the 73 patients using IHC. Interestingly, our IHC results on ALK differ from those of other studies, independently of the method 
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Using both Sanger sequencing and Sequenom technology in the second part of our investigation, we observed a similar incidence of KRAS mutations in LAD patients with respect to that previously observed in an Asian population [40] . The frequency was lower than that seen in Caucasian populations (around 30%) [41, 42] , which may have been due to the smoking habits of the group studied. A recent Chinese study on smokers with LAD reported a 14.0% incidence of KRAS mutations, while that of LAD non-smokers was 3.4% [43] . In our study, KRAS mutations were observed more frequently in male smokers than in female non-smokers (Tables 5 and 6 ). With regard to ALK expression, we detected positivity in only one (1.36%) of the 73 patients using IHC. Interestingly, our IHC results on ALK differ from those of other studies, independently of the method used. In fact, ALK rearrangements frequencies of 3-5% were observed in unselected patient populations [44] [45] [46] and of 33% in highly selected patient populations (EGFR wild type, female, non/light smokers) [47, 48] . ALK rearrangement was usually associated with young age, female gender, and a no-or light-smoking history [47, 49] . A Tunisian study by Mezni et al. [50] showed a prevalence of ALK rearrangement in six (7.14%) out of 84 patients using IHC, which differs fairly substantially from our findings. Furthermore, Liang et al. [51] suggested that the incidence of ALK rearrangement in the Chinese population may be correlated with smoking status as they observed a lower prevalence in smokers (2.9%) than in non-smokers (7.2%). Smoking and a higher percentage of males in our study may account for the lower incidence of ALK translocations detected. With regard to p53, abnormal immunolabeling was detected in 41 cases (56.16%). There have been some reports of gender differences in p53 mutations [52] , and several studies have indicated that TP53 mutations occur more frequently in smokers than in non-smokers [52, 53] . In our group, abnormal p53 expression was most frequently observed in males and smokers. However, we did not find a significant correlation between gender or tobacco consumption and p53 mutation.
In summary, our preliminary study highlighted the importance of different sequencing approaches (MassARRAY and Sanger sequencing) and the usefulness of IHC in helping to select the best therapeutic strategy. Furthermore, our investigation revealed that the profile of the different mutations was fairly similar to that of European populations, albeit with a lower prevalence for EGFR, ALK, and KRAS and slightly higher for p53 expression. In addition, our finding encourages the use of the Sequenom as an easy specific and most sensitive approach for the screening of LAD patients, however, this brought us to wonder about the cost especially in low income countries. Further studies with larger Tunisian series are required to obtain more conclusive results. Funding: This research did not receive any specific grant from funding agencies in the public, commercial, or not-for-profit sectors.
